An interferon signature identified by RNA-sequencing of mammary tissues varies across the estrous cycle and is predictive of metastasis-free survival
: Identification of outlier replicates based on mappable reads and replicate consistency. We conducted within-replicate analysis of sample variation using DESeq. Each replicate was analyzed as "treatment" with the remaining replicates serving as "controls." The total number of genes identified as differentially expressed (p-value ≤ 0.01) were considered for each replicate. Replicates showing the largest within-replicate variation (red) and those with exceptionally low total mapped reads (orange, see Table S1 ) were filtered from downstream analysis. 
